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t26 13th Internat
cian. Modern macrolide, azithromycin, is now commonly
sed as a sole agent for TD and is particularly effective
gainst Shigella spp. and Campylobacter spp., including
ampylobacter spp. resistant to ﬂuoroquinolones. A single-
enter, randomized, no treatment-controlled parallel group,
ssessor-blind trial was performed in children with Campy-
obacter enterocolits treated at the University Hospital for
nfectious Diseases ‘‘Dr Fran Mihaljevic’’, Zagreb, Croatia.
he primary objective was to evaluate the efﬁcacy of a sin-
le oral azithromycin dose vs. standard oral erythromycin
egimen or no antibiotic for Campylobacter enterocolits in
hildren ≤12 years of age. The results of our study have
hown that a single azithromycin 30mg/kg administration
arly after disease onset effectively eradicates the pathogen
nd accelerates clinical cure in childhood Campylobacter
nterocolitis. It is clinically superior to an early commenced
-day erythromycin regimen.
oi:10.1016/j.ijid.2008.05.108
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omplex microbial ecosystems occupy the cutaneous and
ucosal surfaces of humans. Recent advances have high-
ighted both the tremendous diversity of these communities
nd their importance to host physiology, yet, we have only
cratched the surface. Questions remain about the eco-
ogical processes that establish and maintain the human
icrobiota throughout life. Furthermore, basic features of
he human microbial ecosystem remain poorly described,
ncluding variability in diversity, in space and time. Host indi-
iduality imposes a strong signature on patterns of diversity.
n turn, our indigenous microbial ecosystem deﬁnes who we
re as individuals. Assembly of the oral and the gut micro-
iota may also involve both stochastic historical events and
ontemporary environmental factors. Approaches that com-
ine community ecology, molecular microbial ecology, and
etagenomics may improve our understanding of health and
isease within the communal human organism. By under-
tanding the patterns of diversity associated with human
ealth, we may be able to preserve and restore health more
ffectively. By recognizing the early signs of impending dis-
urbance, we may be able to predict and avoid disease.
oi:10.1016/j.ijid.2008.05.109
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sing sequencing or chip-based genomic approaches it is
ossible to gain insights into the genetic diversity and
enome dynamics of bacterial pathogen populations. We
t
a
n
o
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tudy Bacillus anthracis, Yersinia pestis and Escherichia coli
s model systems, all of which have several representative
enome sequences available, allowing for the comparison of
oth clinical and environmental isolates. It allows to analyze
he types of host variation, selection and adaptation occur-
ing during the time course of a single or multiple outbreaks
f human disease. Comparative analyses of the respective
enome inventories and those of neighboring taxa and phyla,
llows for the discovery of species- and lineage-speciﬁc
icroevolutionary traits and further elucidates common and
nique traits in genome evolution and speciation. Applying
NP-based genotyping and resequencing methodologies, we
ere able to reconstitute a detailed evolutionary history
f the B. anthracis, Y. pestis and the E. coli O157:H7 lin-
age and resolve highly clonal and monomorphic population
tructures. To study these subtle but important genetic vari-
tions, we have developed a bioinformatics pipeline that
acilitates the discovery and validation of rare polymor-
hisms using genome sequence read coverage and quality.
nalysis of the data led to an estimate of the degree of
eductive evolution or the extent of inﬂux of genetic mate-
ial via horizontal gene transfer in these dynamic bacterial
opulations. In addition, it is possible to assess the impact
f such alterations on the bacterial ﬁtness, environmental
urvival and individual pathogenic potential. Although there
s a stringent correlation between the absence of certain
enes and a potential physiological function, the opposite
oes not hold true. Therefore, by studying the pan-genome
f these important bacterial species, we can better deﬁne
ommensalism and pathogenicity as well as establish more
ccurate genetic species borders. Understanding genetic
iversity and genome dynamics in bacterial pathogen popu-
ations has major impacts on the molecular epidemiology
nd microbial forensic communities and provides critical
nsights into the evolutionary and ecological niches of these
uman pathogens.
oi:10.1016/j.ijid.2008.05.110
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ackground: Retroviral diversity is attributable both to the
nﬁdelity of the reverse transcriptase (RT)enzyme that is
esponsible for transcribing the viral RNA genome into DNA
s well as to a high viral replication rate. In the case of HIV-
, the error rate of RT is approximately 5× 10−5. Given a
enomic length of 9.2 kb, this means that a mutation is likely
o take place almost every time that HIV replicates; conse-
uently, mutations are found throughout the HIV genome
nfected individuals. These mutations include those respon-
ible for escape from immunological pressure as well as
hose associated with drug resistance. HIV replication pat-
erns in different areas of the world have also given rise to
series of subtypes and recombinant forms that predomi-
ate in different geographic locales. Proper interpretation
f drug resistance mutational patterns has potentiated both
he sequencing of drugs within a given drug class, as well as
